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Pvul (7)
Sefl (6) Mfel (82)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindIII (245)
Psp1406I (203) Pvull (239) Bsu36I (291)

201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG
301

NgoMIV (441)
401

BstEII (555)
Agel (552) Ncol (560)

501 CTGAGATCACCGGTCACCATGGAGCCACGCTTGCTGATGTTGGGGTTTCTCTCATT

- 1M E P R L LM LG F L S L
601 AACCATAGTACCCAGTTGTCGGGCAGAACTGTGTCTGTATGACCCACCCGAGGTCCCCAATGCCACATTCAAAGCCCTCTCCTACAAGAACGGCACCATC

3 T I v PSCWRAETLTCULYDU®P®PEVZPNATT FIKALSYIKNSGT I
BbsI (728) BstAPI (776) ApalLl (789)

701 CTAAACTGTGAATGCAAGAGAGGTTTCCGAAGACTAAAGGAATTGGTCTATATGCGTTGCTTAGGAAACTCCTGGAGCAGCAACTGCCAGTGCACCAGCA
47 L N C EC K R G F RRLKTELV YMRCTLGNTS SWSSNTCOQCT S
801 ACTCCCATGACAAATCGAGAAAGCAAGTTACAGCTCAACTTGAACACCAGAAAGAGCAACAAACCACAACAGACATGCAGAAGCCAACACAGTCTATGCA

8N S H D K S RKO QVTAQTULTEHGO QKT EQQTTTDMQIKTPTOQSMH

PstI (921)  BstXI (931)
901 CCAAGAGAACCTTACAGGTCACTGCAGGGAGCCACCTCCTTGGAAACATGAAGATTCCAAGAGAATCTATCATTTCGTGGAAGGACAGAGTGTTCACTAC
113 Q E N L T G H C R E P P PWKUHED SKTU R I YHTFV EGAOQSVH Y
BspLUI111 (1096)
1001 GAGTGTATTCCGGGATACAAGGCTCTACAGAGAGGTCCTGCTATTAGCATCTGCAAGATGAAGTGTGGGAAAACGGGGTGGACTCAGCCCCAGCTCACAT
147F E C | P G YK A LQRGPA 1S 1 CKMZ KT CGIKTGWTOQZPOQTLT
Xmnl (1157)
1101 GTGTAGATGAAAGAGAACACCACCGATTTCTGGCTAGTGAGGAATCTCAAGGAAGCAGAAATTCTTCTCCCGAGAGTGAGACTTCCTGCCCCATAACCAC
180*C V D E R EHH R F LA S ETESQGSRNTSS®PETSETSCT®PITT
Pvull (1281)
Mscl (1277)

1201 CACAGACTTCCCACAACCCACAGAAACAACTGCAATGACGGAGACATTTGTGCTTACAATGGAGTATAAGGTAGCAGTGGCCAGCTGCCTCTTCCTGCTC
23 T D F PQ P T ETTAMTETTE FV LTMETYTIKVAVAST CILTFTLL

Mscl (1397)
BsrBI (1317) Sapl (1347) Nhel (1391)
1301 ATCAGCATCCTCCTCCTGAGCGGGCTCACCTGGCAACACAGATGGAGGAAGAGCAGAAGAACCATCTAGCAAGCTAGAAAAGTCAGAGCCCGCTAGCTGG

247 1S | L L L SGLTWIQH I RWRI K S RRT | o
1401 CCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTAT

Hpal (1529)  Mfel (1540)
1501 TTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAA

EcoRI (1625)
1601 GTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGA
- -

1701 ATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTT

Sapl (1807) Sspl (1864) Swal (1878)
1801 TGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATG

1901 AAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAAT

2001 AGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCAT
4444 ¢ N R T Y K L P I L E E I T T K V L K G N M
Sacl (2139) BstXI (2168)

2101 CTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAG
171794 E | LV FC D PA YD S I L ERCMGT CZPSVVUR I SRDVETDS
2201 TAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAA

854 Y P H RV AV | T D FDJKGO QGNTSVATSG I A |l AEACVTVRG I
Stul (2303)

2301 TGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTT

524 Y A E I HV A S | | EGTIKTH R I AAGVHUHTIKNDTETYTLMT IK




Bbsl (2449)
Xmnl (2445)
2401 CTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATA
194 E T AV EV L E LD QQS I N F T K M-
Asel (2511) Sacl (2568)
2501 CTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTITATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACA
-

Spel (2666)
2601 CGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGG
-

SnaBI (2794)
2701 GGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTA

Ndel (2899)
2801 GATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGC

2901 ATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACAT

Pacl (3085)
Pstl (3078)
Sdal (3077) BspLU11I (3095)
3001 ACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATG
-

3101 TGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGAC

3201 GCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCT

3301 TACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAG

ApaLl (3409)
3401 CTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCAC

3501 TGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAAC

3601 AGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTT

3701 TTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCAC

Eagl (3845)
Pacl (3825) Swal (3834) NotI (3844)
3801 GTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGT

3901 GAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTC
4001 TCTATCGAA
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